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Fig. S1. Pathways of glycerophospholipid synthesis (A) and very long chain fatty acid desaturation and elongation (B)
related to the transcription data. Transcription data and full names of genes are shown in Fig. 7 and its legend.
Transcription regulatory protein is boxed in green, hepatic lipids and fatty acids analyzed (see Table 1 and Fig. 2) are
boxed. 3,3',5-Triiodothyronine-response and cold-response genes on Day 3 or Day 7 are marked in red and blue,
respectively. PC, phosphatidylcholine; PE, phosphatidylethanolamine; PS, phosphatidylserine; PI, phosphatidylinositol;
PG, phosphatidylglycerol; CL, cardiolipin; Cho-p, choline phosphate; CDP-Cho, cytidine diphosphate choline; CDP-Etn,
cytidine diphosphate ethanolamine. PA, palmitic acid; POA, palmitoleic acid; SA, stearic acid; OA, oleic acid; LA,
linoleic acid; GLA, y-linolenic acid; AA, arachidonic acid; ALA, a-linolenic acid; EPA, eicosapentaenoic acid; DPA,
docosapentaenoic acid; DHA, docosahexaenoic acid.



